The risk from chemical carcinogens and environmental toxins is dependent on the metabolic balance between bioactivation and detoxification enzymes. Therefore, agents that alter enzyme expression are critical factors in toxicity. Enhancement or suppression of enzyme activities through gene expression is in part regulated by interactions between specific DNA promoter response elements and specific transcription proteins. DNA-protein interactions are dependent upon translocation of proteins from the cytoplasm to the nucleus and the affinity of proteins for binding to transcription promoter sequences. A key factor in both processes is the intracellular redox state, which influences protein-protein interactions and protein-DNA binding and can be altered by exposure to electrophiles, antioxidants and oxidative stress. Oxidative stress levels can be readily detected by measurable effects on the intracellular glutathione (GSH):glutathione disulfide redox potential, the major intracellular redox buffer. Alterations in the GSH redox pool can directly affect enzyme activity by altering disulfide bonds in the transcription factors regulating enzyme expression. These may affect: 1) specific DNA-protein and protein-protein interactions, 2) cyst(e)ine redox state within transcriptional proteins and 3) translocation of transcription proteins from cytoplasmic to nuclear compartments within the cell. The studies reported here are designed to investigate the relative changes in enzyme expression in response to cellular redox potential changes using the new proteomics technology of surface enhanced laser desorption ionization time-of-flight mass spectrometry (SELDI). Treatment of HeLa and HT29 human cell lines to increase the expression of enzymes that are upregulated by oxidative stress was Int. J. Mol. Sci. 2002, 3 1028 used as a model system to determine the efficacy of the SELDI technology in measuring changes in transcriptional protein binding to transcriptional response elements. An important goal is to determine whether the SELDI will allow simultaneous studies of multiple transcriptional protein-DNA interactions in response to controlled oxidative stress. This will provide a better understanding of the effect of electrophilic carcinogens and oxidants on the balance between activation and detoxification mechanisms in chemical carcinogenesis.
Introduction
Environmental chemicals and xenobiotics are generally metabolized to toxic compounds by mammalian enzymes either within the liver or in extrahepatic cells. In general, Phase I enzymes introduce a functional group onto xenobiotics which increase their hydrophilicity. Phase II enzymes then conjugate the xenobiotics, greatly increasing their hydrophilicity and promoting their excretion [1] . However, a Phase I oxidation reaction or a Phase II conjugation may actually increase the reactivity of a carcinogen to an electrophile capable of binding to cellular macromolecules such as DNA. The overall toxicity is often determined by the balance between the expression of these activating and detoxifying enzymes. This balance can be shifted by effects on the transcriptional regulation of these enzymes within a specific tissue. Biotransformation of xenobiotics may generate intracellular oxidative stress that can influence the expression of these metabolic enzymes through both up regulation and down regulation of their transcription.
Environmental carcinogens, such as the polycyclic aromatic hyrdrocarbon, benzo[a]pyrene (BP), are metabolized in a series of enzymatic steps to generate electrophililc compounds that can bind to DNA [1] . Catalysis by cytochrome P450 (CYP) enzymes, particularly CYP 1A1 and 1B1 in combination with epoxide hydrolase generates the ultimate DNA binding electrophile 7,8-dihydroxy-9,10-oxy-7,8,9,10-tetrahydrobenzo[a]pyrene (BPDE). BPDE, as well as precursor epoxides, can be inactivated by conjugation with glutathione, catalyzed by glutathione S-transferase (GST) [2] .
Quinones that potentially give rise to redox cycling and reactive oxygen species are enzymatically inactivated by NADPH:quinone oxidoreductase (NQO1) [2] . Both of these inactivation enzymes are induced by oxidative stress, antioxidants and electrophilic metabolites [3] [4] [5] . Oxidative stress appears to also play a regulatory role in the expression of some of the activation enzymes [6] [7] [8] involved in the conversion of BP to BPDE.
There are at least two key elements of transcriptional activation that are responsive to oxidative stress and changes in intracellular redox potential: 1) translocation of transcription factors from the cytoplasm to the nucleus and 2) specific binding to DNA sequences. As most transcriptional proteins are either translated or sequestered in the cytoplasm, their effect on transcriptional regulation is dependent upon their movement into the nucleus of the cell [9] . Enzymatic metabolism of compounds may alter the expression of subsequent enzymes by generation of metabolites or reactive oxygen species that affect either of these elements of transcriptional regulation.
Xenobiotic interaction with the aryl hydrocarbon receptor (AhR) is the initiating step in the induction of CYP 1A1 expression. In the cytoplasm, the nuclear transcription factor AhR is in a complex with other cytoplasmic proteins [10] . Activation of the AhR by its association with a ligand (electrophile, antioxidant, xenobiotic) results in its translocation to the nucleus where it forms a transcriptionally active complex with the Ah receptor nuclear translocator (ARNT) protein [11] that binds to the xenobiotic response element (XRE) [12] . Both the AhR and the ARNT contain nuclear export signal (NES) sequences that limit their interaction with promotional DNA elements and thereby regulate transcription [13] . These NES and nuclear localization signals (NLS) which control translocation of transcription proteins may respond directly to oxidative stress. For example, NF6B in the cytoplasm exists as in a complex of Rel protein dimers with IκB inhibitor proteins [14] . This interaction apparently masks a nuclear localization signal. As NFκB is activated, IκB is phosphorylated, becoming a target for ubiquitination and degradation by proteasomes. This unmasks the nuclear localization signal and NFκB translocates to the nucleus [15] . NFκB activation can be inhibited by antioxidant treatments such as catalase or N-acetyl cysteine [16] , which decreases the phosphorylation of IκBα.
Detoxification enzymes such as NQO1 and isozymes of GST are also regulated by transcription protein interactions with DNA response elements. In the absence of oxidative stress signals, the transcription factor NF-E2-related factor-2 (Nrf2) is sequestered in the cytoplasm by interaction with the Keap1 protein and the actin cytoskeleton of the cell. On exposure to electrophiles, Nrf2 is released and translocates into the nucleus [17] . The signal that releases Nrf2 from Keap is speculated to be an electrophile or an oxidative stress that may be directly sensed by Keap1, possibly due to oxidation of cysteine residues within the Keap1 protein that then undergoes conformational changes [17] . Once in the nucleus, Nrf2 protein and other transcription factors bind to an antioxidant response element (ARE) containing activator protein (AP-1) sites [18] [19] [20] .
A recent review of the effect of ROS on AP-1 activation in yeast [21] points to the critical role of cysteine as an active site within transcription proteins. Under non-stress conditions yeast AP-1 (Yap1) proteins move into the nucleus but are quickly exported. This export appears to depend upon a carboxy terminal cysteine-rich domain within which are hydrophobic amino acid residues resembling a nuclear export sequence (NES). Treatment of cells with oxidants blocks the export, probably in response to oxidation of cysteines within the NES. Yap-1 proteins accumulate in the nucleus and through a bZIP DNA dimerization domain, similar to the mammalian c-Jun, bind to promoter regions of genes encoding thioredoxin (TRX). TRX, a small protein with redox active cysteines within its active site reduces the oxidative stress and Yap1 relocates back to cytoplasm diminishing Yap1-dependent gene expression [21] .
Many of the mammalian transcription factors involved in the regulation of CYP1A1, NQO1 and the GST isoform, GST-P, bind DNA in a redox dependent manner. Protein-DNA binding appears to be dependent on the presence of critical cysteine residues [21] [22] [23] . Antioxidant treatments, such as catalase or N-acetyl cysteine, affect the binding of proteins in gel mobility shift assays [16] . AP-1 DNA binding is affected by reversible oxidation of a cysteine within the DNA binding domain of c-fos and c-jun proteins, with reduction of cysteine stimulating DNA binding and transactivation by AP-1 [21] . For CYP1A1 activation at the XRE site, the AhR-ARNT binding domain contains a critical cysteine in the XRE binding domain [24] that may be affected by the redox potential within the nuclear compartment.
Much of the information on nucleocytoplasmic shuttling proteins and their binding to transcriptional response elements has been derived from electrophoretic mobility shift analysis, DNA footprinting, and protein overexpression. These investigations have been extended with supershift assays using antibodies to identify specific proteins. However, this identification is limited to the known transcription factors, by the inability to resolve transcriptional isoforms, and due to degradation of complexes during electrophoresis. Additionally, the isolation of transcription factors is complicated by low concentrations of regulatory proteins and multiple purification steps that compromise final yield. The purpose of the studies described in this paper is to develop methods using the new proteomics technology of surface enhanced laser desorption ionization (SELDI) to more readily EDTA, 5mM dithiothreitol, 5% sucrose, 10 µg/mL poly (dI:dC)) was added to the affinity surface using a bioprocessor (Ciphergen Biosystems) that allows larger samples (300 µL) to be applied to the protein array. Protein was incubated with the affinity surface (2h, 37º C  ) in a humid chamber with continuous shaking, then washed with buffer.
Detection of captured proteins. To facilitate ionization, sinapinic acid (20 mg in 50% acetonitrile, 0.5% trifluoroacetic acid) was added to each spot. Samples were analyzed in the PBS-II system from Ciphergen Biosystems using the supplied software (version 2.1c) by manual collection using a positive ion mode with a source and detector range of 2.0 and 2.2 kV, a digitizer rate of 250 MHz, time-lag focusing, pulse voltage and pulse lag time of 3000 V and 800 ns, nitrogen laser (337 nm) with 175 µJ maximum energy/4 ns pulse and 20 Hz maximum pulse rate.
Data and graphical analysis. As indicated in Figure 1 , both a monomeric and dimeric protein peak were detected. Calculations for total protein bound to the oligonucleotide are given as total area of peak 1 (monomer) plus twice the area in peak 2 (dimer) in figures 2 -5. This calculation may underestimate the amount of protein in the second peak relative to peak 1 in that less of the higher molecular weight dimer may be detected. However, within these experiments this potential error in the estimate should be relatively constant. Curve fitting to the data points were performed by SigmaPlot 2001 version 7 (SPSS, Inc., Chicago, IL) software. Equations are indicated in the figure legends.
Results and Discussion
Preliminary studies were done to determine optimum conditions for hybridization and attachment of double-stranded oligonucleotide to the PS20 epoxide surface, incubation of protein (c-Jun) for binding to the oligonucleotide, washing to increase specific binding and analysis on the SELDI instrument.
These data are reported in the methods under appropriate headings.
Determination of linearity and saturation of chip surface with oligonucleotide
To achieve saturation of the chip surface such that subsequent experiments with transcription proteins would be based on maximum target sequences, varying concentrations of hybridized oligonucleotide were prepared. Application of these concentrations to the chip surface was done in a constant 10µL volume such that 0 to1000 pmol were available for binding. mg protein/ml incubated with the oligonucleotide using a bioprocessor to allow 300 µL application.
Effect of reducing conditions on binding of c-Jun to oligonucleotide
One of the applications of our subsequent studies will be to determine the effect of alterations in [26, 27] and thioredoxin [28, 29] . It is likely that reducing conditions are maintained within the cell nuclei which from our results would appear to favor the binding of transcription factors to the AP-1 oligonucleotide.
Application of experimental conditions to human cell nuclear protein extracts
The overall goal of these studies is to develop methods to investigate the effects of xenobiotics and their metabolites on transcriptional regulation of enzymes involved in the activation and detoxification of chemical carcinogens. Therefore, nuclear proteins were extracted from two human cell lines treated with 4β-phorbol 12-myristate 13-acetate (PMA) to stimulate the expression of c-Jun. As indicated in As indicated from the results of this initial study from mammalian cell extracts, an improvement in the capture of specific proteins from the mixture of nuclear proteins must be achieved. We have estimated from these results that the transcription proteins must be present at approximately 0.01% of the total nuclear proteins. Increased expression of the nuclear proteins of interest will need to be achieved to readily isolate them from the nuclear and cytoplasmic proteins, as these may be present at only one-tenth of that amount in total cellular protein [30] . Alternatively, improvement in the capture of available protein may be accomplished by multiple copies of the oligonucleotide binding sites in the form of tandem repeats within the oligonucleotide sequence.
